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Ath       1 ........................MDKPS..FVIQSKEAESAAKQLGVSVIQLLPSLVKPAQSYARTPISKFNVAVVGLGSSGRIFLGVNVEFPNLPLHHSIHAEQFLVTNLTLNGERHL  

Aly       1 ........................MDKPS..FVIQPKEAESAAKQLGVSVLRLLPSLVKPAQSYARTPISKFNVGVVGLGSSGRIFLGVNVEFPNLPLHHSIHAEQFLVTNLTLNGERHL 

Cru       1 ........................MDKPS..FVITAKEAESAAKQLGVTVSKLLPSLVKPAESYARTPISKFNVAAVGLGSSGRIFLGVNVEFPNLPLHHSIHAEQFLVTNLTLNGESHL 

Ath-L1    1 .......................MAQPMR..FMLNHIETESYGAFTPQNLSPLINR....AIPHTRAQISGSPVVAVGRGSSGRTFFGVNVELPGLPLDHSIHAEQFLLANLALHFEQKL 

Ath-L2    1 .......................MAQPPNPYAALTPTEAESSGPFEPETLLPLINR....ALPLAQALPSQSPLVAVGRGSSGRTFLGVNVELPGLSPLHSIHAGQFLVVHLALNNERTL 

Ath-L3    1 .....................MAAQDKYK..FVFTAKEAASEGVTEPIRLPKLIRK....AMSLARGPISKYKVGAVGRASSGRVYLGVNVEFPGLPLHHSIHPEQFLVTNLALNSEKGL 

Ath-L4    1 ...........................MK..FVYTPSEAAEEGVRGPSDLPKLIDK....AMSLARAPVSTFKVGAVGLTSSGEVFLGVNVEFPNLPLHHTIHAEQFLVTNLALNSMKKL 

Ath-L5    1 MAQRPNLLSHLQDLVTKFKNMTMAQDRFK..FVFTANEAALEGVTDPIRLPNLIRK....AMCLARAPISKYKVGAVGRASSGRVYLGVNVDFPGLPLHHSIHAEQFLVTNLALNYEKDL 

Ath-L6    1 ......................MAQDQYK..FVFTAKEAESEGVTEPMRLPNLIGK....AMSLALAPISKYKVGAVGRARSGRIYLGVNVELPGLPLHHSIHAEQFLVTNLALNSEKGL 

Ath-L7    1 .......................MAQQYK..FVFTAEQAASEGVTDHKKLPKLIRK....ARNLVKAPSK...VGAVGRASSGRFYLGVNVEFKGLLPHFSIHAEQFLIANLALNSEPKL 

Ath-L8    1 .......................MTQQLK..FILTREEAASKGVSRPSDLVKLEEE....AMILARAPISGVQDAVLGLASSDRIFLGVNVEFEGLPLHHSISAEQFLVANLALNFEQ.. 

Aly-L1    1 .......................MAQPFR..FMLNQTETESYGAFIPRNLRPLIDR....AIPHARAQISGSPVVAIGLASSGQTYFGVNVELPGLPPNYSIHAEQFLVANFALHFELKL 

Aly-L2    1 .......................MALPLS..SILAPNETEFSGDFTTETIMPLINR....ALPLARTLNPQLPRVVVGRGSSGRTFLGVNVDLRGLPLHYSIHAEQFLVVNLALHNERKL 

Aly-L3    1 ......................MAQDKYK..FVFTANEAASEGVTEPIRLPKLIRK....AMSLARGQISKYKIGAVGRASSGRVYLGVNVDFPGLPLHHSIHPEQFLVTNLALNFEKGL 

Aly-L4    1 .......................MAQPTN..FILTPNEAKSAGVSDPIHLPLLIP........LVRSPFSTLKVIALGLGSSGRVFVGVNVEFPGLPLHHSIHAEQFLVANLALNSEPKL 

Aly-L5    1 MAQRPNLLSHLQDLVTKIKNMTMAQDRYK..FVFTANEAAAEGVTEPIRLPNLIRK....AMSLARAPISKYKVGAVGRTSSGRVYLGVNVDFPGLPLHHSIHAEQFLVTNLALNSEKDL 

Aly-L6    1 .......................MVQQLK..FILTLEEAASKGVSSPSDFLKLKED....AIILARAPISGVQDAVLALASSDRVFLGVNVEFEGLPLHHSISSEQFLVANLALNFEQ.. 

Aly-L7    1 .......................MAQQYK..FVFTNEEAASEGVTDHKKLPKLIEK....ARNLAKVPIK...VGAIGRASSGRVYLGANVEFEGLSPSLSIQAEQFLIANLALNLESKL 

Cru-L1    1 .......................MAQENK..FVYTPSEAAEVGIHGPKDLPKLMDK....AMSLALVPVSKFGVGVVGLTSKGEVYIGVNVELPGLPLHNSIHGEQFLVTNLALNSVEEL 

Cru_L2    1 ...............MKSQNTTIAKDAYK..FVYTANEAASEGVTEPKRLPMLIKK....TMSLARAPISTYKVGAVGRASSGRVYLGVNVDFPGLPLNQSIHATQFLVTNLALNSEEGL 

Cru-L3    1 ......................MASQQNK..FVYTTERAASEGVTDHKKLPKLIET....ARNLAMAPIK...AGAVGLASSGRVYLGANVDFEGLS....IHAEQFIIANLALNSEPEL 
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Ath      95 NFFAVS........AAPCGHCRQFLQEIRDAPEIKILITDPNNSADSDSAADSDGFLRLGSFLPHRFG..PDDLLGKDHPLLLESH.DNHLKISDLDSICNGNTDS......SADLKQTA  

Aly      95 KFFAVS........AAPCGHCRQFLQEIRDAPEIKILITDPKNSADSDSAADSDGFLRLGSFLPHRFG..PDDLLEKDLPLLLEPH.DNHLKISDLDSIRNGITDS......SADLKQTA 

Cru      95 KCFSVS........AAPCGHCRQFLQEIRGASEIKILITDPKNSADSDSAADSDGFLRLGSFLPHRFG..PDDLLEKDIPLLLEPH.DNRLAVSDLDSICNGIADP......SADLKQTA 

Ath-L1   92 ECIAIST..NGYYFQEPCGHCCQLLHKIRDMSDTKILLTNPTGQ........KGTYMNLSTFLP......QGLISQANVPRLLERN.FNCIELINHSLYMDICSYSE....HCNHLNCRA 

Ath-L2   94 NCLAFSS..NGSYFDPPCPHCCQLLQEIRNASSTKLLITDPSR..........QRDMSLSTYLPQKYLSLYNEVPKYFFARLLDENRNNGLTLINPNPIRD.CLDSE....ICNHLSCRA 

Ath-L3   94 RQLAVAISSDCIEFGAPCGNCRQFLMETSNELDIKILLKSKHEA........EGSFSSLKLLLPYRFT..PDDVLPKGSPLLLEKR.DNCLTLSG..STEEICSS......DCSHLKCKA 

Ath-L4   88 THIAVSV..TGTIFGAPCGHCRQFYQEMRNAPEIEILIKRPKDG........IDEFMSLKSLMPERFG..PDSILPEDASLLLEQR.DNSLVLSDP...EEICSDPED....CSHTKCRA 

Ath-L5  115 CKLAVAISTDGLEFGTPCGNCLQFLMEMSNALDMKILSKPKHEA........G.SFSSLRLLLPN........VLPKGSPFLLEKR.YNCLTLSG..SAGEICSL......DCSHLKRRA 

Ath-L6   93 HLLAVTISTDGNDFGAPCGNCRQFLMEISKALNIKILLKSKYEA........EGSFKSLRLLLPDRFS..PDDVLPKGSPLLLEKR.HNCLSLSG..SAEEICSS......DCSHLKCKA 

Ath-L7   89 THLAVSD..NGTVFQDPCYDCTRFLKEINNAHQIEILIKNAHGR........DGSFKSLESHMPDEFG..SESILSAEPSLLLMER.DNCLALIDEDSAAGGISSN...ADLCSFLKLEA 

Ath-L8   90 ................ELHAC....................LI....................PSRFY..LESFEEDVPLLLVPQ..NNRLAHSDPFSAAEICSNP....EHCSHLKCRA 

Aly-L1   92 IGLAISP..NGYYFKAPCGHCCQFLREISNMSDTKVLITGPTGQGE.....THGTRMLLSTFLIL.....LGTISPGNVPRLLEPS.DNSIGFIDSSLQMDICSNSE....HCNHLSCRA 

Aly-L2   92 NCLAISA..GGTFFYAPCGHCCHFLQEIRDASNTQILITDPLFR.........QNSMPLSTFLPQKFFSVYNEVPEY.FARLLDHNRRNGLTLIDPNPIREICVNSD....SCTHLKCRA 

Aly-L3   93 RQLAVAISNDCIEFGAPCGNCRQFLMETSNEVDIKILLKSKHEA........EGSFGKLKLLLPYRFS..PDDVLPKGSPLLLEKR.DNCLILSR..SAGEICSS......DCSHLKCKA 

Aly-L4   88 NYIAVSPP......SAPCGHCRQFLQEIREAPEIKILLTDQNG........DNESFVSLESLLPERLG..PESLLPENVPRLLEPC.YNGLILAGPDVPYR...........YPDLKPAG 

Aly-L5  115 CELAVAISVDGKEFGTPCGHCRQFLMEMSNALDIKIMSKPKHEA........G.SFSSLRHLLPN........VLPKGSPFLLEKR.DNCLTLSG..PAGEICSS......DCSHLMCKA 

Aly-L6   90 ................ELHAC....................LL....................PSRFY..LESFEEDVPLLLVPQ..HNRLALSDPVSAAEICANR....EHCSHPKCRA 

Aly-L7   89 THLAVSN..NGTVFHDPCYRCTHFLQEMTDAPQIEILIKNRNDE........DGSFKSLESHMPDKFG..PESILPAEPSLLLVEC.DNRLALFNSN..............LYPLLKLVA 

Cru-L1   92 THIAVSA..TGSIFGAPCGHCRQFYQELGTPPAVKILIKKPEDG........IDEFVSLESLMPERFG..PDSLLPAGSPLLLAQR.DNRLVLLDNS..EEICSDRED....CSHPKCKA 

Cru-L2  100 RQLAVGVSTDGIEIGAPCGNCRQFLLEISNAPDIKILSRS.KRV........EASFTTLKCLFSDRLT..PDQVLPKGTPLLLDKR.DNYLSLPSP.VQGEICSET.....DCSHLKCRA 

Cru-L3   86 THLVVSD..DGTVFRGPCDRCSLFLQEIDNAAQIEVLIKNVNEE........DGSFKSLESHMPDKFG..PDSILPAEVSLLMPR..DNRLALFNHDSSRRICSNQKRCSHLKCMALKVA 
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Ath     198 LAAANRSYAPYSLCPSGVSLVDCDGKVYRGWYMESAAYNPSMGPVQAALVDYVANGGG..GGYERIVGAVLVEKEDAVVRQEHTARLLLETISP.KCEFKVFHCYEA............. 

Aly     198 LAAANRSYAPYSLCPSGVSLVDCDGKVYRGWYMESAAYNPSMGPVQAALVDYVANGGG..GGYERIIGAVLVEKEDAVVRQERTARLLLETISP.KCEFKVFHCYGA............. 

Cru     198 LAAANRSYAPYSLCPSGVALVDCDGKVYRGWYMESAAYNPSLGPVQAALVDYVANGGG..GGYERIVGAVLVEKKDAVVRQEETARLLLKTISP.KCEFKVFHCYGASA........... 

Ath-L1  191 LKAATISYAPDSKCPSGVALIDHRGKVYSGGYMESVAHNTSLGPVQAALVDFVANGDG..QEFKNIVEAVLVEKKCGVLSQEATARMILEKIADPDCIFRVLHCK............... 

Ath-L2  197 LKAANRSYAPYSKSPSGVALMDFQGRVYSGWSIESVAN.PILGAAQAALVDFMTNGGG..HEFNNIVRGFLVEKRDAKLSHLATAREILNKVAHFSFILRVLHCQ............... 

Ath-L3  195 LAAANNSFSPYTESPSGVALQDDEGKWYRGWYIESVAYSPSLGPVQAALVDFVARSRG..KGFNKIVEAVLVEKNNARVSQERTAKMILDTIAAPNCDFKVFHCYVDLQKKFITE..... 

Ath-L4  188 LAAANKSYAPYSKCPSGVALIC.GGEVYKGWYIESVAYNPSLGPVEAALVDFVARGGG..KEFNEITEVVLVEMKDVKVSQEATARTFLDKIAPK.CDFKVLHCYKTNKN.......... 

Ath-L5  209 LAAANNSFSPYTESPSGVALLDNDGNWYRGWYIESVASNPSLGPVQAALVDFVARSRG..KMFNKIVQAVLVEKNNASVSQERTAKIILDTIAP.NCDFKVFHCSVDCAKRLKYLRETLV 

Ath-L6  194 LAAANNSFSPYTNSPSGVALQDDDGNWYRG.......................................................................................... 

Ath-L7  193 LKAANKSYAPYRKCPSGVALFC.EGEVYAGWYIETVDRTISLGPVQAALVDFIARGEG..KGFDKITGAVLVEKKDAKVGQEDTARKLLEKIAAPNCDFKVFHCQEERKDWITGAVLVEK 

Ath-L8  146 LTAANKSNAQYSKCPSGVALIC.EGEVYGGWCIESAAYNLSLGPVQAALVDFMARGEG..KGFEMITGAVLVEMNDAKVSQEATARILLKTIAPG.CNFSVFRCHKTAEN.......... 

Aly-L1  195 LRAATKSYARFSKCPSGVALIDRRGTVYSGWFMESVAHNPSLGPVQAALVDFVVNGDG..QEFKEIVEAVLVEKRGAVLSQEDTARMILEKIADPDCVFRVLHCEYN............. 

Aly-L2  196 LNAANRSYAPYSNCSSGVALMDHQGKVYSGWYMESVA....YNPIQAALVDFVTNGGG..HEFDKIVQAVLVEKRVAKFSQVARARNIIKKIAHDSCVFKVLHFQEPVKSSE........ 

Aly-L3  194 LAAANNSFSPYTDSPSGVALRDEDGILYRGWYIESVAYSPSLGPVQAALVDFVARSRG..KGFDKIVEAVLVEKNNARVSQEGMAKMILDTIAAPNCDFKVFHCDVDFQKSILVNSDR.. 

Aly-L4  180 LAAVNRSYAPYSKCPSGVALVDRQGSVYRGWYMESVAYNPSLGPVQAALVDYMVRCGGGDGGFKEIVGAVLVEKKDAEVRQEQTARMIMETIAP.NCDFKVFHCYEMPKGN......... 

Aly-L5  209 LAAANNSFSPYTESPSGVALLDNDGKWYYGWYIESVASNPSFGPVQAALVDFVTRSRG..KRFNKIVRAVLVEKNNAIVSQERTAKMILDTIAAPNCDFKVFHCSVDGAKRLKYLRDTLV 

Aly-L6  146 LTAANKSYAQYSKCPSGVALIC.EGEVYKGWCIESAAYNLSLGPVQAALVDFVARGEG..KGFEMITGAVLMEMNDANVSQEATARVLLETIAPG.CVLNVFHCYKTAEN.......... 

Aly-L7  182 LQAAKKSYAPHSKCPSGVALVC.EGKVYRGWYIETVAYNISLGPVQAALVDFMARGEG..KGFDKITRAVLVEKKDAKVRQEDTARTLLEKIAAPNCDFKVFHCYEQ...LEYNSWIVVK 

Cru-L1  193 LAAANRSYAPYSKCPSGVALKC.GDEVYRGWYIESVAYNPSLGPVQAALVDFVARSGG..KKFEEITEAVLVEKKDVDVSQEAMAKIVLQKIAPG.CVFKVLHCYDTKKPE......... 

Cru-L2  202 LAAANSSFSPYTDSPSGVALLDNEGNVYRGWYIESVAAIPSLGPVQAALVDFVARGRG..KGFDKIVGAVLVEKSIANVRQERTAKMILETIADPNCDFKVFYCKDDLGQKLMTTRFRF. 

Cru-L3  192 LKAANKSYAPHTECPSGVALIC.EGDVYEGWCIETVACNLSLGPVQAALVDFLARGKG..KGFDKITGAVLVEKKGAKVSQEDISTMLLKKIAAPNCDFSVFHCYELP...KENTWDIM. 

                                               ♦♦♦ 

 

Ath         ..................................... 

Aly         ..................................... 

Cru         ..................................... 

Ath-L1      ..................................... 

Ath-L2      ..................................... 

Ath-L3      ..................................... 

Ath-L4      ..................................... 

Ath-L5  326 IDT.LGDYTGLHY........................ 

Ath-L6      ..................................... 

Ath_L7  310 KDAKEGQEGKLLEKIAAPNCDFKVSHCDEELKDWIKL 

Ath_L8      ..................................... 

Aly-L1      ..................................... 

Aly-L2      ..................................... 

Aly-L3      ..................................... 

Aly-L4      ..................................... 

Aly-L5  327 IDTSVGDYTGLHY........................ 

Aly-L6      ..................................... 

Aly-L7  296 K.................................... 

Cru-L1      ..................................... 

Cru-L2      ..................................... 

Cru-L3      ..................................... 

 

 

 

 

 

Supplemental Figure S2. Multiple alignment of sequences of 

the CDA families from Arabidopsis thaliana and its close 

relatives Arabidopsis lyrata and Capsella rubella from the 

Camelineae tribe. 

The genome of A. thaliana and its close relatives contain 

several gene copies coding for potential CDAs. The CDAs 

which perfectly match the general CDA consensus 

(Supplemental Figure S1) were placed in the three first rows. 

The alignment was generated with ClustalW and shaded with 

Boxshade. Additional shading and labelling as in 

Supplemental Figure S1. Positions diverting from the general 

CDA consensus are shaded in yellow. The locus identifiers 

associated to the aligned sequences can be found in 

Supplemental Table S1. 

 


